ABSTRACT Here, we report the complete genome sequence and full methylome analysis of a newly isolated, aerobic, thermophilic, Gram-positive actinomycete, a strain of Thermoactinomyces vulgaris designated strain 2H.
(2,619,280 bp) and 41.9% GC content for the plasmid (18,747 bp). The assembled sequence was annotated using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) (5, 6) .
One advantage of the SMRT sequencing platform is its ability to detect the epigenetic state of sequenced DNA (7) (8) (9) . Three apparent DNA methyltransferase recognition motifs, CCTGGVDCR, GGCCANB, and GGCCBBVNY, were detected by SMRT motif and modification analysis version 2.3.0, and each was reported to contain m4C modifications. However, this is a common artifact of PacBio motif calling; in fact, these motifs must originate from the genuine motifs CCWGG and GGCC as determined separately by genomewide m5C methylation analysis (B. P. Anton, unpublished data). Additional scanning with the SeqWare program (10) showed that the strain does not bear any m6A or m4C methyltransferase genes that might otherwise have been responsible for these motifs. All the m5C motifs were matched with the responsible methyltransferases, and the results are shown in Table 1 and have been deposited in REBASE (11) .
Data availability. The complete genome sequence of Thermoactinomyces vulgaris 2H is available in GenBank under the accession numbers CP039710 and CP039711. The original sequence reads have been deposited at NCBI under the SRA accession numbers SRR8979896 and SRR8979897. The BioProject accession number is PRJNA534300.
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